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MAb Light Chain Amino Terminal Sequence 



49C9 xIQMTQSPASLSASV 

70B11 DIQMT 

77A3 xIQMTQSPASLSASV 



10 20 30 40 50 60 

* * G * * * 



ATGAGTGTGC .TCACTCAGGT CCTGGCGTTC CTGCTGCTGT GGCTTACAGG TCCCAGATGT 

M S V L Q V L G I, L L L W L T G A R c> 

A 

70 80 90 100 110 

* * * * * 

GACATCCAGA TGACTCAGTC TCCAGCCTCC CTATCTGCAT "CTGTGGGAGA AACTGTCACC 

DIQ MTQS PAS LSA SVG.E TV T> 

160 170 180 

* * * * 

* * * 

ATCACATGTC GAGCAAGTGG GAATATTCAC AATTATTTAG CATGGTATCA GCAGAAAcaG 
ITC RA SG NIH NYL AWYQ QKQ> 

200 210 220 230 240 



* 



GGAAAATCTC CTCAGCTCCT GGTCTATAAT gcaaaaacct tagcagatgg tgtgccatca 
GKS P QLL VYN AKT LADG V.Ps> 

260 270 280 290 300 



* * 



* 



AGGTTCAGTG GCAGTGGATC AGGAACACAA TTTTCTCTCA GGATCAACAG CCTGCAGCCT 
""^^ GSGS GTQ FSL RINS LQP> 

320 330 340 350 360 

GAAGATTTTG GGAGTCATTA CTGTCAACAT TTTTGGACCA CTCCGTGGAC GTTCGGTGGA 
EDF GSHY CQH FWT TPWT FGG> 

370 380 



* 



* 



GGCACCAAGC TGGAAATCAA A 
G T K L E I K 



pi a-. [Q^ 



10 20 30 40 50 60 

* * * * * 

ATGAGTGTGC TCACTCAC3GT CCTGGGGTTG CTGCTGCTGT GGCTTACAGG TGCCAGATGT 

M S V L T Q V L G L L L L W L T G A R C> 



70 80 90 100 

* : * * * 



110 120 



* 



* 



GACATCCAGA TGACTCAGTC TCCAGCCTCC CTATCTGCAT CTGTGGGAGA AACTGTCACC 
DIQ MTQ S PAS LSA S v'g e t VT> 

140 150 160 170 180 



* 



* * 

GTCACATGTC GAGCAAGTGG GAATATTCAC AATTATTTAG CATGGTATCA GCAGAAACAG 
VTC RASG NIH NYL AWYQ QKQ> 

200 210 220 230 240 

GGAAAATCTC CTCAGCTCCT GGTCTATAAT GCAAGAACCT TAGCAGATGG TGTGCCATCA 

G V P S> 



GKS PQIiL V YN ART LAD 



250 260 270 280 



290 300 



•A- 



AGGTTCAGTG GCAGTGGATC AGGAACACAA TATTCTCTCA AGATCAACAG CCTGCAGCCT 

L Q p> 



RFS GSGS GTQ YSL KINS 



320 330 340 350 350 

* 

GAAGATTTTG GGAGTTATTA CTGTCAACAT TTTTGGAGTA ATCCGTGGAC GTTCGGTGGA 
EDF GSYY CQH FWS NPWT FGG> 



370 380 
* * 
GGCACCAAGC TGGAAATCAA 
G T K L E I K 



Fvo-. IS 



10 20 30 40 50 60 

* * * * « ^ 

ATGAGTGTGC TCACTCAGGT CCTGGCGTTG CTGCTGCTGT GGCTTACAGG TGCCAGATGT 

MSV LTQ V IiAIi Llili WLTG ARO 

70 80 90 100 ilO 120 

* * * * * . * 

GACATCCAGA TGACTCAGTC TCGAGCCTCC CTATCTGCAT CTGTGGGAGA AACTGTCACC 

DIQ M TQ S PAS LSA SVGE TVT> 

130 140 150 160 170 180 

* * * * * ^ 

ATCACATGTC GAGCAAGTGG GAATATTCAC TU^TTATTTAG CATGGTATCA GCAGAAACAG 

ITC RA SG NIH NYL AWYQ QKQ> 

190 200 210 220 230 240 

* * * * * ^ 

GGAAAATCTC CTCAACTCCT GGTCTATJ^T GCAAAAACCT TAGCAGATGG TGTGCCATCA 

GKS PQLL VYN AKT LADG VPS> 

250 260 270 280 290 300 

* * * ★ * ^ 

AGGTTCAGTG GCAGTGGATC AGGAACACAA TTTTCTCTCA AGATCAACAG CCTGCAGCCT 

RFS GSGS.GTQ FSL KINS LQP> 

310 320 330 340 350 360 

* ***** 

GAAGATTTTG GGAGTCATTA CTGTCAACAT TTTTGGACCA CTCCGTGGAC GTTCGGTGGA 

EDF GSHY CQH FWT TPWT FGG> 

370 380 

* * 

GGCACCAAGC TGGAAATCAA A 

G T K L E I K 



H2 HC (49c9 heavy chain) Fig. 14 



9 19 . 29 39 49 59 

****** 

ATGGMTTGG GTGTGGAMCT TGCTATTCCT GATGGCAGCT GCCCAAAGTC TCCAAGCACA 
MAW VWN LLFL MAA AQS LQ A Q> 
D T 

69 79 89 99 109 119 

****** 

GATCCAGTTG GTGCAGTCTG GACCTGAGCT GAAGAAGCCT GGAGAAACAG TCAAGATCTC 
IQL VQ S GPEL KKP GET VKIS> 

129 139 149 159 169 179 

****** 

CTGCAAGGCC TCTGGGTATA CCTTCACAAA CTATGGAATG AACTGGGTGA AGCAGGCTCC 
CKA S GY TFTN YGM NWV KQAP> 

189 199 209 219 229 239 

* * * * * * 

AGGAAAGGGT TTAAAGTGGA TGGGCTGGAT AAACACCAAG AGTGGAGAGC CAACATATGC 
GK G LKW MGWI N TK SGE PTYA> 

249 259 269 279 289 299 

****** 

TGAAGAGTTC AAGGGACGGT TTGTCTTCTC TTTGGAAACC TCTGCCAGCA CTGCCCATTT 
EEF KGR FVFS LET SAS TAHL> 

309 319 329 339 349 359 

****** 

GCAGATCAAG AATTTCAGAA ATGAGGACAC GGCTACATAT TTCTGTGCAA GATGGGTACC 
QIK NFR NEDT ATY FCA RWVP> 

369 379 389 399 409 

* * * ' * * 

TGGGACCTAT GCTATGGACT ACTGGGGTCA AGGAACCTCA GTCACCGTCT CCTCA 
GTY AMD YWGQ GTS VTV SS> 



H3 HC (70B11 heavy chain) Fig. 15 



10 20 30 40 50 60 

****** 
ATGGMTTGGG TGTGGAMCTT GCTATTCCTG ATGGCAGCTG CCCAAAGTAT CCAAGCACAG 
MAW VWNL LFL MAA AQSI QAQ> 
D T 

70 80 90 100 110 120 

****** 
ATCCAGTTGG TGCAGTCTGG ACCTGAGCTG AAGAAGCGTG GAGAGACAGT CAAGATCTCC 
IQI* VQSG PEL KKP G ETV KIS> 

130 140 150 160 170 180 

****** 
TGCAAGGCTT CTGGGTATAC CTTCACAAAG TATGGAATGA ACTGGGTGAA GCAGGCTCCA 
CKA SGYT FTK YGM NWVK QAP> 

190 200 210 220 230 240 

* * * * 

GGAAAGGGTT TAAAGTGGAT GGGCTGGATA AACACCAACA GTGGAGAGCC AACATATGCT 
GKG LKWM GWI NTN SGEP TYA> 

250 260 270 280 290 300 

* * * * * * 
GAAGAGTTCA AGGGACGGTT TGCCTTCTCT TTGGAAACCT CTGCCAGCAC TGCCTATTTG 

EEF KGRF AFS LET SAST AYL> 

310 320 330 340 350 360 

* * * * ^ ^ 
CAGATCAACA ACCTCAAAAA TGAGGACTCG GCTACATATT TCTGTGCAAG ATGGGTACCT 

QIN NLKN EDS ATY FCAR WVP> 

370 380 390 400 410 

***** 
GGGACCTATG CTATGGACTA CTGGGGTCAA GGAACCTCAG TCACCGTCTC CTCA 
GTY AMDY WGQ G TS VTVS S> 



H4 HC (77A3 heavy chain) Fig, 16 



10 20 30 40 50 60 
****** 

ATGGMTTGGG TGTGGAMCTT GCTATTCCTG ATGGCAGCTG CCCAAAGTAT CCAAGCACAG 

MAW VWNL LFL MAA AQSI Q AQ> 
D T 

70 80 90 100 110 120 

* ★ * * * * ^ 

ATCCAGTTGG TGCAGTCTGG ACCTGAGCTG AAGAAGCCTG GAGAAACAGT CAAGATCTCC 
IQL VQSG PEL KKP GETV KIS> 

130 140 150 160 170 180 

* * * * ★ * 

TGCAAGGCTT CTGGGTATAC CTTCACAAAC TATGGAATGA ACTGGGTGAA GCAGGCTCCA 
CKA SGYT FTN YGM NWVK QAP> 

190 200 210 220 230 240 

***★★* 
GGAAAGGGTT TAAAGTGGAT GGGCTGGATA AACACCAAGA GTGGAGAGCC AACATATGCT 
GKG LKWM GWI NTK SGEP TYA> 

250 260 270 280 290 300 

****★★ 
GAAGAGTTCA AGGGACGGTT TGCCTTCTCT TTGGAAACCT CTGCCAGCAC TGCCAATTTG 
EEF KGRF AFS LET SAST ANL> 

310 320 330 340 350 360 

****** 
CAGATCAAGA ACCTCAAAAA TGAGGACACG GCTACATATT TCTGTGCAAG ATGGGTACCT 
QIK NLKN EDT ATY FCAR WVP> 

370 380 390 400 410 

***** 
GGGACCTATG CCATGGACTA CTGGGGTCAA GGAACCTCAG TCACCGTCTC CTCA 
GTY AMDY WGQ GTS VTVS S 
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oc2- 



h77A3-1 andh77A3-2 D^ j QM .T Q S P^S S U 8 A S V G D R V J I T C 



m77A3 
m49C9 
. rn70Bl1 

murine consensus 
77A3/49C9 consensus 
all 



D i Q M T Q S P A S L S A S V G e TV T T C 

D I Q M T Q S P A S L S A S V G E TV T I T C 

D I Q M T Q S P A S L S A S y Q E T V T V T C 

D 1 Q M T Q S P A S L S A S V Q E T V T X T O 

D I QMTQSPAS LS AS VGETV TJ TC 

D Q M T d S P X S L S A S V G X X V T X T C 



Li Loop 



RA 



RA 
R A 
R A 



a » . 
e 1 



6GN I HN 



RASGN I HN 
RASQN I HN 
R A 8QN 1 H N 



S G N I H N 
S GN I H N 
SGN I HN 



d e 1 



Y 
Y 
Y 

Y 
Y 
Y 



LA 

LA 
L A 
L A 

LA 
LA 
LA 



12 Loop 



h?7A3-1 and h77A3-2 W Y Q Q K Q G K S P Q L L V Y 



"==1 m77A3 
y'l m49C9 
y=! m70B11 

M' murine consensus 
7?^49C9 consensus 



WY Q Q K Q Q K S P Q L L V Y 
W Y Q Q K Q QKSPQLLVY 
WY QQ KQG K S P Q L L V Y 

WYQQ KQG K S PQ L L V Y 
WYQQKQGKSPQL LVY 
WY QQ KQG K S PQ L L V Y 




GVPSRFSQSGSGTDFTLT 

Q V P S R F SQSQSQTQFSLK 
G VP S R F S G S G S Q T Q F S L R 
G V P S R F S G S G S G t Q Y S L K 



G V P S R F 
G V P S R F 
G V P S R F 



SOSGSGTQXS LX 
S Q S Q S G T Q F S L X 
SQSQSGTXXXLX 



h77A3-1 and h77A3-2 1 S S L Q P E D F G S H Y C 



QH 



m77A3 
m4gC9 
m70B1V 

murine consensus 
77A3/4gC9 consensus 
all 



1 N S L Q P E D FG S H Y GQ H 
I N S L QP E D F Q S H Y C Q H 
I N S L Q P E D F G S Y Y C Q H 



I N S 
1 N S 
IX 8 



LQPED FGSXYCQH 
L Q P E D F G S H YC Q H 
LQPEDFGSXYCQH 



L3 Loop 



» 

s I 
t 

FWT T P 

FWT T P 
FWT T P 
F W S N P 

FWXX P 
FWT T P 
FWX X P 



a 

t a 



W 

W T 
W T 
WT 

WT 
WT 
WT 



FGGGTKLEI 

FGGQT K L E I 
FQQQTKLE I 
FGGGT K L E I 

FGQGTKLE I 
FGGGTKLEI 
FGGGTKLEI 



1 
0 

r 

K 

K 
K 
K 

K 
K 
K 



I 



h77A3-1 
h77A3-2 

m77A3 
m49C9 
m70B11 

hunfianizsd consensus 
murine consensus 
77A3/49C9 consensus 
all 



(x2-pntiplasf]riih; antibody hei^Lvy ;blji|a(n seq^ 



HI Looa 



I SCKAS6YTFTNY 



(^YTFTNY 



Q IQLVQSGSELKKPQA^VK 
Q I Q L VQiS G A E y K K P G A S V K I S C K A S 

Q i QL VQSfiPE L KKPGETVK I SCK AS G YT FT N Y 
Q I QLVQSQPELKKPGETVK 
Q I QLVQSQPELKKPGETVK 



Q I QLVQSGXEXKKPQASVK I SCKASGYTFTNYj 

6 I QLVQSQPELKKPGETVK I ^ . . . - . 

Q IQLVQSGPELKKPGETVK I SCXA6GYTFTNY 
Q I QLVQSGXEXKKPGXXVK I 



I BCEASGYTFtNY 
I SCKASGYTFTKY 



SCXASQYTFTXY 



QMNWVRQAPGQ 
GMNWVRQAPGQ 

GMNWVKQAPGK 
GMNWVKQAPGK 
GMNWVKQAPQK 

GMNWVRQAPGQ 
GMNWVKQAPGK 
GMNWVKQAPGK 
QMNWVXQAPGX 



Hi 



h77A3-r 
h77A3-2 

m77A3 
m49C9 
m70Bll 

humanized consensus 
murine consensus 
77A3/49C9 consensus 
all 



__FKGRFVFSLDTSVSTAYLQI SSL 
QLEWMiwi r^T KioliPTYAEEFKGhFTFTLDTSTSTAYLE I RSL 



GLEWMGW I NT 



GLKWMGW 
GLKWMGW 
QL KWMGW 



GLEWMGW I NlT 
GLKWMGW INT 
G LKWMGW I NT 
GLXWMQW VHT 



H2 Loop 



GLKWMGWI NT KSG 



K6GEPTYAEEI 



NT 



EPTYAEEFKGFIFVFS 



KSGEPTYA 
XSGEPTYA 



KSGEPTYAEEFKGHFXFS 



NT KSGEPTYAEEFKGhFAFSLETSASTANLQIKNL 

LETSASTAHLQIKNF 

I NNL 



NSGEPTYAEEFKGRFAFSLETSASTAYLQ 



EEFKGRFXFXLDTSXSTAYLX 



I XSL 

I XNX 

LETSASTAXLQ I KNX 

XS^EPTYAEEFKgIrFXFXLXTSXSTAXLX I XXX 



EEFK(^RFXFSLETSASTAXLQ 



H3 Loop 



h77A3-1 
h77A3-2 

m77A3 
m49C9 
m70B11 

: humanized consensus 
murine consensus 
77A3/49C9 consensus 
all 



KAEDTAVYFCARW VPGT 
RSDDTAVYFCARWVPGT 

KNEDTATYFGARWVPGT 
RNEDTATYFCARV\ VPGT 
K N E D S AT Y F C A R W V P Q T 

XXXDTAVYFCARWVPGT 
XNEDXATYFCARWVPGT 
XNEDTATYFCARWVPQT 
XXX DXAXYFCARW VPGT 



a b c d 0 f a j h 



1 
0 

k 1 



YAMDYWGQGTT VT VSS 
YAMDYWGQQTTVTVSS 

YAMDYWGQGTS VTVSS 
YAMDYWGQQTSVTVSS 
YAMDYWGQGTS VTVSS 

YAMDYWGQGTT VTVSS 
YAMDYWGQQTSVTVSS 
YAMDYWGQQTSVTVSS 
Y AMD YWGQQTX VTVSS 



i 



